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研究成果の概要（和文）：真核微生物の中には、嫌気・微好気環境への適応の結果、酸素呼吸能をもつ典型的な





研究成果の概要（英文）：Various eukaryotic organisms that lack canonical mitochondria with oxygen 
respiration but instead possess mitochondrion related organelles (MROs) are present in 
anaerobic/microaerophilic environments. MROs are considered to be reduced mitochondria resulted from
 an adaptation to such environments. However, very little is known about diversity and evolution of 
these organisms and their MROs. In this study in order to further understand the diversity of 
MRO-containing organisms, we isolate various novel eukaryotic microorganisms from 
anaerobic/microaerophilic environments in Palau, Malaysia, and Japan and characterized these 








































































































































るゲノム解析を進めている（学会発表 1）。  
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